. mTECs committed to express Aire in the thymus. (A) mTECs active in Aire gene transcription were visualized by immunohistochemistry with anti-GFP Ab (green). The medullary region was identified by staining with anti-K5 Ab (red). Bars, 100 µm. (B) Thymic DCs do not express Aire (stained with anti-GFP Ab; green). DCs were identified by staining with anti-CD11c mAb (red). Bars, 20 µm. (C) Thymi were harvested at E13.5 and 16.5. The medullary region was identified by staining with UEA-1 (red). mTECs expressing the Aire gene were stained with anti-GFP Ab (green). Bars, 20 µm. One representative experiment from a total of three repeats is shown. Figure S2 . Alteration of the morphology and distribution of mTECs committed to express Aire in Aire gfp/gfp mouse thymus is not caused by a genedosage effect of targeted disruption of the Aire gene by the GFP gene. (A) mTECs active in Aire gene transcription from Aire -/gfp mice were visualized by immunohistochemistry with anti-GFP Ab (green). The medullary region was identified by staining with anti-EpCAM mAb (red). Bars, 100 µm. (B) Morphological changes in the shape of GFP + cells from Aire 2/gfp mouse thymus demonstrated in A were statistically analyzed, as described in Fig. 2 D. A total of 43 and 65 GFP + cells from Aire +/gfp and Aire 2/gfp thymi, respectively, were evaluated. Red lines represent mean values. Two mice for each group were analyzed, and similar results were obtained from a total of three repeats. 
